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Figure 1A 

1 CCCACGCGTCCGATTAAA<^<^GAGAGAGCTACAACCAAGTAAGCAAGTGTCAGGGCTC 6 0 

6 1 ACCAACCATGCAAGGACAGGGC r AGGAGAAGAGGAACCTGCAAAGACATATTTTGTTCCAA 120 

1 ' M O G O...G.* .R--KRGTCKDIF CSK 18 

121 AATGGC ATCTTACCTTTATGGAGTACTCTTTGCTGTTGGCCTCTGTGCTCC AATCTACTG 180 

19 MASYLYGVLFAVGLCAP IYC 3S 

181 TGTGTCCCCGGCCAATGCCCCCAGTGCATACCCCCGCCCTTCCTCCACAAAGAGCACCCC 2 40 

39 VSPANAPSAYPRPSSTKS 'TP 58 

241 TGCCTCACAGGTGTATTCCCTCAACACCGACTTTGCCTTCCGCCTATACCGCAGGCTGGT 3 00 

59 ASQVYSLNTDFAFR. LYRRLV 78 



yy . . . • 

Lij 3 01 TTTGGAGACCCCGAGTCAGAACATCTTCTTCTCCCCTGTGAGTGTCTCCACTTCCCTGGC 3 60 

M< 79 LETPS QNIFFSPVSVSTSLA 98 



3 61 CATGCTCTCCCTTGGGGCCCACTCAGTCACCAAGACCCAGATTCTCCAGGGCCTGGGCTT 42 0 

99 MLSLGAHSVTKTQ I LQGLGF 118 

421 CAACCTCACACACACACCAGAGTCTGCCATCCACCAGGGCTTCCAGCACCTGGTTCACTC 480 

119 NLTHTPESAIHQGFQHLVHS 138 

481 ACTGACTGTTCCCAGCAAAGACCTGACCTTGAAGATGGGAAGTGCCCTCTTCGTCAAGAA 540 

139 LTVPSKDLTLKMGSALFVKK 158 

541 GGAGCTGC AGCTGCAGGC AAATTTCTTGGGCAATGTC AAGAGGCTGTATGAAGC AGAAGT 60 0 

159 ELQLQANFLGNVKRLYEAEV 178 

601 CTTTTCTACAGATTTCTCCAACCCCTCCATTGCCCAGGCGAGGATCAACAGCCATGTGAA 660 

179 FSTDFSNPSIAQARINSHVK 198 

661 AAAGAAGACCCAAGGGAAGGTTGTAGACATAATCCAAGGCCTTGACCTTCTGACGGCCAT 72 0 

199 KKTQGKVVD I IQGLDLLTAM 218 

721 GGTTCTGGTGAATCACATTTTCTTTAAAGCCAAGTGGGAGAAGCCCTTTCACCTTGAATA 7 80 

219 VLVNHI FFKAKWEKPFHLEY 238 

7 81 TACAAGAAAGAACTTCCCATTCCTGGTGGGCGAGCAGGTCACTGTGCAAGTCCCCATGAT 840 

239 TRKNFPFLVGEQVTVQVPMM 258 

841 GCACC AGAAAGAGC AGTTCGCTTTTGGGGTGGATAC AGAGCTGAACTGCTTTGTGCTGC A 9 00 

259 HQKEQFAFGVDTELNCFVLQ 278 
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Figure IB 

901 GATGGATTACAAGGGAGATGCCGTGGCCTTCTTTGTCCTCCCTAGCAAGGGCAAGATGAG 960 

279 MDYKGDAVAFFVLPSKGKMR 298 

9 61 GCAACTGGAACAGGCCTTGTCAGCCAGAACACTGATAAAGTGGAGCCACTCACTCCAGAA 102 0 

299 QLEQALSARTLIKWSHSLQK 318 

1021 AAGGTGGATAGAGGTGTTCATCCCCAGATTTTCCATTTCTGCCTCCTACAATCTGGAAAC 1080 

319 RWIEVFIPRFSISASYNLET 338 



1081 CATCCTCCCGAAGATGGGCATCCAAAATGCCTTTGACAAAAATGCTGATTTTTCTGGAAT 114 0 

339 ILPKMGIQNAFDKNADFSGI 358 

1141 TGCAAAGAGAGACTCCCTGCAGGTTTCTAAAGCAACCCACAAGGCTGTGCTGGATGTCAG 12 00 

359 AKRDSLQVSKATHKAVLDVS 378 

12 01 TGAAGAGGGCACTGAGGCCACAGCAGCTACCACCACCAAGTTCATAGTCCGATCGAAGGA 12 60 

379 EEGTEATAATTTKF IVRSKD 398 



12 61 TGGTCCCTCTTACTTCACT GTCTCCTTCAATAGGACCTTCCTGATGATGA TTACAAATAA 132 0 
399 G p s y f t ^rj^^M^EIBSi^SM l ££M&MT*i EU !i T N K 418 



1321 AGCCACAGACGGTATTCTCTTTCTAGGGAAAGTGGAAAATCCCACTAAATCCTAGGTGGG 13 8 0 
419 ATDGILFLGKVENPTKS* 436 



13 81 AAATGGCCTGTTAACTGATGGCAC ATTGCTAATGCACAAGAAATAACAAACCACATCCCT 144 0 

1441 CTTTCTGTTCTGAGGGTGCATTTGACCCCAGTGGAGCTGGATTCGCTGGCAGGGATGCCA 150 0 

15 01 CTTCCAAGGCTC AATCACCAAACC ATCAACAGGGACCCCAGTCAC AAGCCAACACCCATT 1560 

1561 AACCCCAGTCAGTGCCCTTTTCCACAAATTCTCCCAGGTAACTAGCTTCATGGGATGTTG 162 0 

1621 CTGGGTTACCATATTTCCATTCCTTGGGGCTCCCAGGAATGGAAATACGCCAACCCAGGT 16 8 0 

1681 TAGGCACCTCTATTGCAGAATTACAATAACACATTCAATAAAACTAAAATATGAAAAAAA 1740 

1741 AAAAAAAAAAAAAAAAAAAAAAAAAA 1766 
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Figure 2 
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Figure 3 
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Figure 4 , 
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Figure 5 
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Figure 6. 



Protein 


Genbank ID 


Identities 


Similarities 


human a r antichymotrypsin 


gill 12874 


46% 


52% 


human Kallistatin 


sil5453888 


48% 


56% 


human thyroxin-binding 
globulin 


gi!37142 


51% 


57% 


human oci-antithrypsin 


gil6 137432 


43% 


50% 



